Abstract: Software are becoming an indigenous part of human life with the rapid development of software engineering, demands the software to be most reliable. The reliability check can be done by efficient software testing methods using historical software prediction data for development of a quality software system. Machine Learning plays a vital role in optimizing the prediction of defect prone modules in real life software for its effectiveness. The software defect prediction data has class imbalance problem with low ratio of defective class to non-defective class, urges an efficient machine learning classification technique which otherwise degrades the performance of the classification. To alleviate this problem, this paper introduces a novel hybrid instance based classification by combining distribution base balance based instance selection and radial basis function neural network classifier model (DBBRBF) to obtain best prediction in comparison to the existing research. Class imbalanced data sets of NASA, Promise and Softlab were used for the experimental analysis. The experimental results in terms of Accuracy, F-measure, AUC, Recall, Precision and Balance show the effectiveness of the proposed approach. Finally, Statistical significance tests are carried out to understand the suitability of the proposed model.
Introduction
Knowing that Software defect may cause serious consequences in terms of huge financial and human losses in today's software intensive system, early detection of defect prone modules before release of any new software attracts lots of attention [1] . In spite of lot of research to obtain the quality software is ON, still the poor performance issues with reliability become a major concern for the researchers due to the inherent problems in anyone or all of the following: no clear understanding in the requirement, coding errors and insufficient software testing before release etc. to name a few [2] . It is also envisioned that the software defect prediction shall be carried out in entirety rather than investigating each individual component in isolation and further, the design choice shall be made judiciously in order to avoid the loss of generality and/or to avoid the useless results. Since there are scarcity in getting quality data to have better software defect prediction model which are usually not only noisy but also suffers from class imbalance problem, data pre-processing followed by machine learning application are being proposed by many researchers [3, 4] . Researchers have also opined for a good machine learning model for classification defective and non defective software modules with a consideration that the cost involved in mis-classification of defective ones as non defective are more than the other ones, where the testing time is increased [5, 6, 7] 
Motivation:
While solving the software defect prediction problem, incorporation of both labeled and unlabeled data in the machine learning process may lead to best possible classification results. To this end, many researchers have used Graph based learning with application of sparse theory on the dataset for pairwise relationship [8] ; collaborative representation by the authors [9] ; metrics-based [10] ; class imbalance [11] ; Dictionary learning [12] , traditional methods like: Support Vector Machine (SVM) [13] , Naive Bayesian (NB) [14] , Neural Network [15] and the list goes on. It is observed that performance of the traditional methods severely limited with respect to lack of common feature representation and selection of a good feature selection algorithm in order to deal with sparse nature of the software prediction dataset. The bulk of defect prediction experiments based on the NASA Metrics Data Program data sets may have led to erroneous findings. This is mainly due to repeated data points potentially causing substantial amounts of training and testing data to be identical [16] . Thus it is concluded that by using feature selection techniques the time & space complexity for defect prediction reducing without effecting the prediction accuracy. Future scope of project lies in performing double pre-processing of dataset by applying instance filtering along with attribute selection [17] . This motivates us to explore a novel distributed base balance method based instance selection to remove the duplicate instances of data followed by radial basis function classifier to improve the performance of software defect prediction model.
Research Objective:
The main objective of this research is to develop a software defect prediction model that is not only most accurate and fast but also have a good balance. We propose a supervised Instance Selection filter Using distributed base balance (DBB) method to overcome the problems mentioned above by filtering out irrelevant instances. The proposed approach performs a classification with Radial basis function neural network classifier (RBF). To evaluate the proposed DBBRBF, this paper investigates the following research questions:
• RQ1: does DBBRBF generate performance practical to use compared with other models under the same way of learning?
• RQ2: can DBBRBF produce the prediction performance comparable to others related research available?
The prediction performance of DBBRBF is assessed through Kruskal-Wallis test with post-hoc test along with Mann-Whitney test for evaluation of the results. From all the experiments, it may be concluded that the proposed DBBRBF classifier is able to predict the software defects efficiently which will help in making better decision . The remainder of this paper is organized as follows. In Section 2, we describe related work and then, our proposed instance based selection with classification model is explained in Section 3. While experimental setup is described in Section 4, the results of the experiments conducted are described in Section 5. Discussion of the results Java as proposed in Chidamber and Kemerer (CK) metrics [29] . IDE is used for understanding the various characteristics of any software applications with true and false representation showing fault existence or not respectively [30] . Further, SOFTLab dataset versions of AR4, AR5 and AR6 [32, 33] used for the experimental purpose in this paper. Softlab is the Software Research Laboratory in Bogazici University, Istanbul, Turkey. Mozilla4 data set [34, 35] is used to to study the effect of class size on defect-proneness in the Mozilla product and main intention is to create a conditional Cox Proportional Hazards Model with the following features: (1) % id: A numeric identification assigned to each separate C++ class where it is to be noted that the id's do not increment from the first row to the last data row), (2) start: A time infinitesimally greater than the time of the modification that created this observation (practically, modification time). When a class is introduced to a system, a new observation is entered with start=0, (3) end: Either the time of the next modification, or the end of the observation period, or the time of deletion, whichever comes first. (4) event: event is set to 1 if a defect fix takes place at the time represented by 'end', or 0 otherwise. A class deletion is handled easily by entering a final observation whose event is set to 1 if the class is deleted for corrective maintenance, or 0 otherwise. (5) size: It is a time-dependent co-variate and its column carries the number of source Lines of Code of the C++ classes at time 'start'. Blank and comment lines are not counted and (6) state: Initially set to 0, and it becomes 1 after the class experiences an event, and remains at 1 thereafter. At last, to check whether the effect size is prone to the software defect. The descriptive statistics of the metrics and fault data for the employed datasets are reported in Table 1, Tables 2 and Table 3 .
Proposed Methodology
This section highlights the proposed methods adopted in the paper.
Distribution-based balancing of dataset
The Distributed based balancing of dataset (DBB) [37] is a supervised instance selection approach, which is proposed in this paper to address the challenging tasks of data imbalance problem in almost all software defect prediction datasets available. This process belongs to the category of data-based algorithms that combine underand over-sampling with total replacement of the training set, so that fully balances all the classes available in the dataset. This is achieved by performing the following on the training dataset such as: (1) Over-samples classes with less than b documents, (2) Under-samples classes with more than b documents (3) Removes or reduces over-lapping among classes and finally, (4) Fully balances all classes. The Pseudo-code for the DBB process is presented in Figure 1 . In this paper, sampling from a Poisson distribution is used in an approximate way for reducing the sampling time and gets similar sampled values. For balancing the data imbalance, Gaussian Distribution is used to learn and re-sample new instances. At a time, 30 number of instances are considered to re-sample per class label. The reason behind using Gaussian distribution based balancing is its natural ability to build the model with correct approximation.
Radial Basis Function (RBF) Neural Network Classifier
Radial Basis Function Neural Network (RBFNN) [38] is a three layered feed-forward neural network consisting of linear inputs at first layer, second layer is called as hidden layer with non-linear Gaussian functions and the third layer linearly combines the Gaussian output to present the result. Radial basis function is used as activation function here. In RBFNN, the following parameters are considered for necessary optimization such as: weights update between hidden and output layer, activation function with its center and distribution of center of activation function and number of hidden neurons. Moore-Penrose generalized pseudo-inverse is used for weight updation in order to overcome the issues of the traditional neural network algorithms in terms of : update in learning rate, number of epochs, stopping criteria and local optima etc.. Moreover, it is faster in training the model with generalization capability. This tempted us to use this method for our proposed approach to have a good real life applications. The Gaussian kernel is used as radial basis function for activation function. The centers and distribution of activation functions uses K-Means clustering algorithm for its simplicity and efficient implementation. The choice of number of hidden layers relies on the universal approximation theory which dictates that a single hidden layer with a sufficient number of hidden neurons may approximate the activation function to any arbitrary level of accuracy. However, if one chooses the sufficient number of hidden neurons, then there is always a chance that the activation function with its center and distribution of center of activation function be non-deterministic. The Pseudo-code for RBFNN is presented in Figure 2 .
Experimental setup
All the experiments are performed in Intel Core i5 , 1TB HDD, 2.64CPU with 4GB RAM in Windows 10 environment. The experimental setup is provided in Figure 3 . In this paper, we apply 10-fold cross validation to historical data extracted from NASA MDP, PROMISE repository in order to obtain training and testing dataset. In this, for each case of cross validation, the full dataset is partitioned into 10 subsets out of which 9 subsets are selected randomly for training and the rest one is used for testing the model proposed. It is understood from the available literature that feature or attribute selection alone has not been able to perform well using any of the classifiers to the best possible way with highest accuracy, balance, F-score etc. Hence, we are tempted to see whether instance based selection instead of attribute selection cam address the issues raised by many researchers in this area while building an efficient software prediction model. To that effect, we use a novel Distribution based balancing (DBB) of dataset as a supervised instance selection with Poisson distribution for sampling the data and Gaussian distribution for balancing the data with 30 instance per class label at a time for investigation. For Classification task, we use RBF classifier [38] for its generalization capability and being faster in training the model. We set the following parameters appropriately for our experiments. The ridge parameter is used to penalize the size of the weights in the output layer. The number of basis functions can also be specified. Noting that large numbers of basis functions produce long training times, we use a single one for our purpose. To improve speed, an approximate version of the logistic function is used as the activation function in the output layer. Here, a single core is used and the Data is split into batches (100 per batch) . Multiple cores may be considered for big datasets. While performing this, Nominal attributes are converted to corresponding binary values and missing values are replaced globally .
Results and Discussions
This section highlights the experimental results obtained from the proposed approach and compare with the related work available in the literature and makes a substantiate analysis with statistical significance test to understand the suitability of the proposed model in predicting software defects in a most successful way. Table 4 shows our obtained result in terms of six performance measures such as: % accuracy, Precision, Recall, F-score, AUC(Area under the Curve)/ROC value(Receiver operating characteristics) and time to build the model, for . From Table 5 , it is seen that ours method performs best in comparison to NB+MICHAC, RF+MICHAC and RIPPER+MICHAC in terms of having more Precision, Recall, F-score and AUC with 93.5%, 93.5%, 93.6% and 96.2% respectively. Next, while comparing with others related work using NASA datasets, it can be observed From Table 6 that ours proposed approach outperform all others with accuracy of 98.33% for KC1 dataset, 100% for KC2, JM1 and PC1 datasets. The second best accuracy are from ADBBO-RBF with 84.96% for KC1, SVM for KC2 with 87.12%, 85.36% for JM1 in [45] , 95.87% for PC1 in Hybrid SOM and 90% for MW1 in [46] . From Table 7 , we perform Balance comparison amongst all the classifiers and found that our proposed approach outperforms all for all the six datasets mentioned with 0.989,1,1,1,1,0.794 for KC1, KC2, PC1, JM1, MW1 and CM1 datasets, which justifies that our approach has adequately addressed the research question to deal with class imbalance nature of software prediction datasets. The next best for the balance comes from : Rehman et al. [51] for KC1, PC1, JM1 and MW1 with 0.858, 0.971, 0.858 and 0.797 respectively; KNN+ICML for KC2 and CM1with a value of 0.605 and 0.396 respectively. Table 8 shows a comparative analysis for our proposed approach with JEDIT 4.2 and 4.3 datasets with LR, SVM and RF in terms of Average accuracy, precision and recall values. From the comparisons, it is observed that for both the datasets, our proposed approach is the most accurate with highest precision and recall values with 0.756,0.72 and 0.72 in case of JEDIT 4.2 and 0.8167,0.815 and 0.815 for JEDIT 4.3 respectively in comparison to all others. The second best comes from LR for JEDIT 4.2 for accuracy, Precision and recall with 0.74,0.67 and 0.62 respectively. For JEDIT 4.3, the LR gives best accuracy and precision with 0.79 and 0.65 but for recall RF is the second best. From Table 9 , after comparison in terms of Accuracy (ACC) and Area under the curve (AUC), it is also found that our proposed approach outperforms all others with 99.8%/98.33, 100/100 and 100/100 respectively for KC1, PC1 and JM1 datasets. This proves the effectiveness of our approach to address the another research questions. From Figure 8 , the result in terms of balance, Accuracy, AUC and F-score justifies the suitability of our proposed approach , Now, we can summarize that the obvious difference in the value of balance, Accuracy, F-score and AUC for all the mentioned approach is worthy of further investigations. Continuing our further investigation on suitability of our proposed approach, we use Win-Draw-Loss (W-D-L) comparison amongst all classifiers, which are illustrated in Table 10, Tabl1 11, Table 12 for NASA Promise dataset in terms of Balance, AUC and Accuracy respectively. The analysis shows that our proposed approach outperform others by becoming winner in all projects where as ADDBBO+RBF stood in second position. From Table 11 and Table 12 , for different projects considered by several authors, it is seen that our proposed approach is the winner in all cases. Further, to extend this experiments to other datasets such as : Softlab AR datasets and Tera promise JEDIT and Mozilla 4 datasets, W-D-L comparisons are provided in Table 13 , Table 13 and Table 14 respectively. The experimental results from Table 13, Table 14 and Table 15 also stand with our proposed approach with all wins in Soft Lab datasets and most number of wins in case of JEDIT and Mozilla 4 datasets. This motivates us to go more detailed analysis with statistical significance test with post-hoc analysis.
Post-Hoc Statistical significance test
At first, we perform Kruskal-Wallis rank sum test [62] for multiple classifiers for different performance measures considered by the authors in the respective papers for selected datasets followed by post-hoc Conover and (2) Dunn and (3) Tukey-Kramer (Nemenyi) methods for obtaining the statistical significance test amongst them. Finally, the classifiers which are equally significant are put into Mann Whitney test [63] for comparison. The results obtained along with their corresponding analysis are provided below.
Results of Kruskal-Wallis rank sum test for multiple independent samples among KM(KNN+MCML), Rehman et al. (RE) and Ours(DBBRBF) in terms of Balance
Kruskal-Wallis chi-squared statistic: 7.384615, degrees of freedom : 2 which is the number of independent samples (or groups), minus 1 and p-value: 0.024914 . This p-value is for rejection of the omnibus null hypothesis, that all samples (groups) are from the same distribution. The alternate hypothesis that one or more of the independent samples (groups) is different. The omnibus p-value is at or below the respectable critical threshold of 0.05, so post-hoc pairwise multiple comparison tests are conducted to discern which of the pairs have significantly differences. Three of many possible post-hoc tests are conducted: the methods of (1) Conover, (2) Dunn and (3) Tukey-Kramer (Nemenyi). For the (1) Conover and (2) Dunn methods, the p-value is adjusted according to the family-wide error rate (FWER) procedure of Holm, and then by the false discovery rate (FDR) procedure of Benjamini-Hochberg. The input data as provided above has ties in the ranks. The (1) Conover and (2) Dunn methods include an adjustment for ties. The method of (3a) Tukey-Kramer (Nemenyi) does not provide for adjustment in the p-values due to ties in the ranks, but when ties are present, the fall-back (3b) Chi-square (Nemenyi) method remains applicable, and its results are also displayed. Post-hoc p-values of all possible pairs (of samples/ groups) are compactly represented as a lower triangular matrix. Each numerical entry is the p-value of row/column pair, i.e. the null hypotheses that the group represented by a particular column name is different from the group represented by a particular row name. The results obtained are shown in Table 16 . It is worth noting here that, the Conover method tends to show all or most pairs to be significantly different, i.e. its tends to be very liberal. The Dunn and Nemenyi methods seem to be more conservative. Further, the Holm and all other FWER methods of p-value adjustment applied as a secondary step are considered to be liberal relative to the rigorous Benjamnyi-Hochberg FDR method. The results obtained are shown in Table 17 . There are ties revealed in the ranks. The Tukey-Kramer (Nemenyi) method does not have adjustment for ties, and may not be accurate. However, the fall-back Chi-square (Nemenyi) method is still valid, and its p-value results are shown in Table 17 .
Results of Kruskal-Wallis rank sum test for multiple independent samples (KNN+MCML, ADB(ADBBO+RBFNN) and ours
Kruskal-Wallis chi-squared statistic: 7.260504, degrees of freedom: 2, p-value: 0.026510. This p-value is for rejection of the omnibus null hypothesis, that all samples (groups) are from the same distribution. The alternate hypothesis that one or more of the independent samples (groups) is different. The omnibus p-value is at or below the respectable critical threshold of 0.05, so post-hoc pairwise multiple comparison tests are conducted to discern which of the pairs have significantly differences. Three of many possible post-hoc tests are conducted: the methods of (1) Conover, (2) Dunn and (3) Tukey-Kramer (Nemenyi). For the (1) Conover and (2) Dunn methods, the p-value is adjusted according to the family-wide error rate (FWER) procedure of Holm, and then by the false discovery rate (FDR) procedure of Benjamini-Hochberg. The input data as provided above has ties in the ranks. The (1) Conover and (2) Dunn methods include an adjustment for ties. The method of (3a) Tukey-Kramer (Nemenyi) does not provide for adjustment in the p-values due to ties in the ranks, but when ties are present, the fall-back (3b) Chi-square (Nemenyi) method remains applicable, and its results are also displayed. Post-hoc p-values of all possible pairs (of samples/ groups) are compactly represented as a lower triangular matrix. Each numerical entry is the p-value of row/column pair, i.e. the null hypotheses that the group represented by a particular column name is different from the group represented by a particular row name. The results obtained are shown in Table 18 . The Conover method tends to show all or most pairs to be significantly different, i.e. its tends to be very liberal. The Dunn and Nemenyi methods seem to be more conservative. Further, the Holm and all other FWER methods of p-value adjustment applied as a secondary step are considered to be liberal relative to the rigorous Benjamnyi-Hochberg FDR method. The results obtained are shown in Table 19 .
There are ties revealed in the ranks. The Tukey-Kramer (Nemenyi) method does not have adjustment for ties, and may not be accurate. However, the fall-back Chi-square (Nemenyi) method is still valid, and its p-value results are shown in Table 19 ..
Results of Kruskal-Wallis rank sum test for multiple independent samples (FSOM, SOM, GP, KSA and Ours)
Kruskal-Wallis chi-squared statistic: 10.105516 with degrees of freedom : 4 and p-value: 0.038687. This p-value is for rejection of the omnibus null hypothesis, that all samples (groups) are from the same distribution. The alternate hypothesis that one or more of the independent samples (groups) is different. The omnibus p-value is at or below the respectable critical threshold of 0.05, so post-hoc pairwise multiple comparison tests are conducted to discern which of the pairs have significantly differences. Three of many possible post-hoc tests are conducted: the methods of (1) Conover, (2) Dunn and (3) Tukey-Kramer (Nemenyi). For the (1) Conover and (2) Dunn methods, the p-value is adjusted according to the family-wide error rate (FWER) procedure of Holm, and then by the false discovery rate (FDR) procedure of Benjamini-Hochberg. The input data as provided above has ties in the ranks. The (1) Conover and (2) Dunn methods include an adjustment for ties. The method of (3a) Tukey-Kramer (Nemenyi) does not provide for adjustment in the p-values due to ties in the ranks, but when ties are present, the fall-back (3b) Chi-square (Nemenyi) method remains applicable, and its results are also displayed. Post-hoc p-values of all possible pairs (of samples/ groups) are compactly represented as a lower triangular matrix. Each numerical entry is the p-value of row/column pair, i.e. the null hypotheses that the group represented by a particular column name is different from the group represented by a particular row name. The results obtained are shown in Table 20 . The Conover method tends to show all or most pairs to be significantly different, i.e. its tends to be very liberal. The Dunn and Nemenyi methods seem to be more conservative. Further, the Holm and all other FWER methods of p-value adjustment applied as a secondary step are considered to be liberal relative to the rigorous Benjamnyi-Hochberg FDR method. The results are shown in Table 21 . There are ties revealed in the ranks. The Tukey-Kramer (Nemenyi) method does not have adjustment for ties, and may not be accurate. However, the fall-back Chi-square (Nemenyi) method is still valid, and its p-value results are shown in Table 22 .
Kruskal-Wallis rank sum test for multiple independent samples among LR, SVM, RF and ours
Kruskal-Wallis chi-squared statistic: 9.121637, degrees of freedom : 3 with p-value: 0.027717. This p-value is for rejection of the omnibus null hypothesis, that all samples (groups) are from the same distribution. The alternate hypothesis that one or more of the independent samples (groups) is different. The omnibus p-value is at or below the respectable critical threshold of 0.05, so post-hoc pairwise multiple comparison tests are conducted to discern which of the pairs have significantly differences. Three of many possible post-hoc tests are conducted: the methods of (1) Conover, (2) Dunn and (3) Tukey-Kramer (Nemenyi). For the (1) Conover and (2) Dunn methods, the p-value is adjusted according to the family-wide error rate (FWER) procedure of Holm, and then by the false discovery rate (FDR) procedure of Benjamini-Hochberg. The input data as provided above has ties in the ranks. The (1) Conover and (2) Dunn methods include an adjustment for ties. The method of (3a) Tukey-Kramer (Nemenyi) does not provide for adjustment in the p-values due to ties in the ranks, but when ties are present, the fall-back (3b) Chi-square (Nemenyi) method remains applicable, and its results are also displayed. Post-hoc p-values of all possible pairs (of samples/ groups) are compactly represented as a lower triangular matrix. Each numerical entry is the p-value of row/column pair, i.e. the null hypotheses that the group represented by a particular column name is different from the group represented by a particular row name. The results are shown in Table 23 . The Conover method tends to show all or most pairs to be significantly different, i.e. its tends to be very liberal. The Dunn and Nemenyi methods seem to be more conservative. Further, the Holm and all other FWER methods of p-value adjustment applied as a secondary step are considered to be liberal relative to the rigorous Benjamnyi-Hochberg FDR method. The results are shown in Table 24 . There are ties revealed in the ranks. The Tukey-Kramer (Nemenyi) method does not have adjustment for ties, and may not be accurate. However, the fall-back Chi-square (Nemenyi) method is still valid, and its p-value results are shown in Table 24 .
5, Mann-Whitney U Test Calculator between ours and ADBBO -RBFNN classifier
The U-value is 0. The critical value of U at p < .05 is 2. Therefore, the result is significant at p < .05. The Z-Score is -2.50672. The p-value is .01208. The result is significant at p < .05.
From all these statistical significance test, it is concluded that ours proposed DBBRBF classifier is most significant classifier in comparison to all others compared and presents its efficacy in predicting the software defects in most suitable.
Conclusions and Future scope of Research
The paper proposed an efficient distributed based balance supervised instance selection process combining with Radial basis function neural network to predict software defects in a most accurate way. The paper extensively reviewed the related work in this area of research and substantive experiments are conducted to compare the results obtained from the proposed approach with the available related literature and concluded that our proposed one defeats all other in terms different performance measures like: accuracy, F-score, Balance, Recall etc. The box plot representation of all the classifiers used for investigations also opines the suitability of our proposed approach. It shows that our proposed approach deals with data imbalance problem efficiently. Finally, post-hoc Kruskal-Wallis statistical significance test for multiple classifiers are conducted for getting statistical significant ones. To conclude, Mann-Whitney U-test is performed on the best ones to check their solidarity in software defect prediction approaches, After all investigation, it is concluded that ours proposed DBBRBF classifier being a faster classifier outperforms all others in terms accuracy, Balance, F-measure and Recall. In future, the aim shall be to apply the proposed ones to checks more threats to validity with cross project platforms with more performance measures. Step-2: for each term or feature ti, i = 1,…, r do
Step-3: learn probability distribution Pik from 
